higa toxin-producing Escherichia coli (STEC) strains are a common cause of both sporadic infections and food and waterborne outbreaks. In Argentina, hemolytic uremic syndrome (HUS) is endemic with approximately 400 new cases reported annually.
STEC O157:H7 is the dominant serotype and stx 2a /stx 2c the prevalent genotype. The main source of O157 is cattle. Previous studies have shown that O157:H7 strains belonging to clade 8 and lineage I/II by lineage specific polymorphism assay (LSPA-6) are prevalent in human and cattle isolates. Also, it has been demonstrated that stx 2a strains belonging to clade 8 were high toxin producers (1, 2) .
This work reports the availability of high-quality draft wholegenome sequences for 19 (11 human and eight bovine) O157:H7 strains isolated in Argentina. The isolates had previously been characterized phenotypically and genotypically by PFGE, single nucleotide polymorphism (SNP), and LSPA-6 (3, 4) .
Strains were grown overnight on Tryptic soy agar (BD-Difco, Le Pont de Claix, France), and genomic DNA extraction (QIAamp DNA Mini Kit, Qiagen Group) and quantification (Qubit fluorometer, Invitrogen, Eugene, Oregon, USA) were performed according to the manufacturer protocols. Libraries were prepared using the Nextera XT DNA library preparation kit (Illumina, San Diego, CA, USA), and sequenced as paired-end reads (150 bp ϩ (5) and custom scripts. Paired-end reads were then de novo assembled using the A5 pipeline (6) and obtained contigs reordered against reference strain TW14359 (3) using Mauve v 2.3.1 (7) . The sequences were annotated with the NCBI Prokaryotic Genomes Automatic Annotation Pipeline (8) .
Further analysis of the draft genomes will be included in a future publication. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the BioProject number PRJNA299801. The versions described in this paper are the first draft genome sequences for the 19 STEC O157:H7 strains, under the accession numbers listed in Table 1 .
